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The two aromatic rings of the title compound, C 11 H 11 N 3 O, are nearly perpendicular to one another, with a dihedral angle between their planes of 80.52 (18) . In the crystal, the amino N atom is a hydrogen-bond donor to the pyrazine N 1 atom of an inversion-related molecule and the hydroxy O atom is a hydrogen-bond donor to the pyrazine N 4 atom of another molecule. The two hydrogen bonds lead to the formation of a helical chain that runs along the b axis.
Related literature
For the related compound 2-(anilinomethyl)phenol, see: Qu et al. (2007) .
Experimental
Crystal data 
Data collection
Rigaku R-AXIS RAPID IP diffractometer Absorption correction: multi-scan (ABSCOR; Higashi, 1995) T min = 0.977, T max = 0.985 7686 measured reflections 1751 independent reflections 858 reflections with I > 2(I) R int = 0.079 Refinement R[F 2 > 2(F 2 )] = 0.061 wR(F 2 ) = 0.191 S = 1.06 1751 reflections 144 parameters 2 restraints H atoms treated by a mixture of independent and constrained refinement Á max = 0.18 e Å À3 Á min = À0.20 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). (1) 3.007 (4) 175 (3) Symmetry codes: (i) Àx; y þ 1 2 ; Àz þ 1 2 ; (ii) Àx þ 1; Ày þ 1; Àz.
Data collection: RAPID-AUTO (Rigaku, 1998); cell refinement: RAPID-AUTO; data reduction: CrystalClear (Rigaku/MSC, 2002); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010) . Table 1 ).
Experimental
A solution of 2-aminopyrazine (1 mmol) and salicylaldehyde (1 mmol) in toluene (50 ml) was heated for 10 h. The solvent was removed under vacuum, and the residue was reduced in absolute methanol by sodium borohydride. Colorless crystals were obtained by recrystallization from methanol in 75% yield.
Refinement
Carbon-bound H-atoms were placed in calculated positions (C-H 0.93 Å) and were included in the refinement in the riding model approximation, with U(H) set to 1.2U(C). The amino and hydroxy H-atoms were located in a difference Fourier map, and were refined with distance restraints N-H 0.88±0.01 Å, O-H 0.84±0.01 Å; their temperature factors were refined.
Although the crystal was measured up to a 2θ limit of 55 °, only the reflections below 50 ° were used for refinement owing to weak diffraction.
Computing details
Data collection: RAPID-AUTO (Rigaku, 1998); cell refinement: RAPID-AUTO (Rigaku, 1998); data reduction:
CrystalClear (Rigaku/MSC, 2002); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010) . supplementary materials sup-2 Acta Cryst. (2012). E68, o2472
Figure 1
Thermal ellipsoid plot (Barbour, 2001) of C 11 H 11 N 3 O at the 50% probability level; hydrogen atoms are drawn as spheres of arbitrary radius.
Figure 2
Hydrogen-bonded chain motif. 
2-{[(Pyrazin-2-yl)amino]methyl}phenol

